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CLAIMS 



1 . An array comprising a plurality of nucleic acid members, each member having a unique 
position and stably associated with a solid substrate, wherein each nucleic acid 
member comprises a non-coding sequence present in a 3'-end of an RNA transcript, and 
wherein each of said nucleic acid members is less than 600 nucleotides. 

2. An array comprising a plurality of nucleic acid members, each member having a unique 
position and stably associated with a solid substrate, wherein each nucleic acid member 
comprises a non-coding sequence present in a 5' end of an RNA transcript, and wherein 
each of said nucleic acid members is less than 1000 nucleotides. 

3 . The array of claim 1 or 2, wherein said noncoding sequence is at least 20 nucleotides in 
length. 

4. The-afFajLOfclaim 2, wherein each said nucleic acid member comprises 
substantially noncoding sequeiK 

5. The array of claijn^l, wherein said nucleic acid members comprise human sequences. 

6. The array of claim 5, wherein at least one position on said array comprises a control 
position comprising a substance selected from the group consisting of: a buffer, a cDNA 
encoded by a housekeeping gene, a plant gene sequence, and a vector sequence. 

7 . The array of claim l_or 2, wherein said array comprises from 1 000 to 1 0,000 
positions. 

8. The array of claim 1 or 2, wherein at least 2% of the nucleic acid members on the array 
comprise sequences which are not included within a public database. 
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The array of claim 5, wherein said nucleic acid members comprise sequences expressed 
in at least two different tissues. 

The array of claim 1 or 2, wherein said nucleic acid members comprise sequences 
^ 

expressed in a healthy tissue. 

The array of claim 1 or % wherein said nucleic acid members comprise sequences 
expressed in a diseased tissue. 

The array of cla im 1 o r 2, wherein said nucleic acid members comprise sequences 
expressed in a tissue which has been exposed to a drug. 

The array of claim 1 or 2 wherein said nucleic acid members do not comprise repeat 
sequences. 

X composition comprising a set of nucleic acid members, each nucleic acid member 
cori^rising a non-coding sequence present in a 3 '-end of an RNA transcript, and 
wherein each of said nucleic acid members is less than 600 nucleotides. 

A composuiim comprising a plurality of nucleic acid members, each nucleic acid 
member compmmg a non-coding sequence present in a 5 '-end of an RNA transcript, and 
wherein each of smuJiWeic acid members is less than 1000 nucleotides. 

The composition of claUn 14 or 15, wherein said noncoding sequence is at least 20 
nucleotides in length. \ 

The composition of claim 14 or l\ wherein said nucleic acid members comprise 
substantially noncoding sequences. \ 

The composition of clminJLlor 15, wherei^ said nucleic acid members comprise human 
sequences. 
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The composition of clmmJS, further including a control sequence selected from the 
ygroup consisting of: a cDNA encoded by a housekeeping gene, a plant gene 
Sequence, and a vector sequence. 

Th\ composition of claiin_14^r 15, comprising at least 1000 nucleic acid members which 
are wot identical in sequence. 

The coXosition of claiinM_or 15, wherein at least 2% of the nucleic acid members of 
the comp^ition comprise sequences which are not included within a public database. 

The compos\i(fW claim 21, wherein said nucleic acid members comprise 
sequences expw^sfed in at least two different tissues. 

The compositionV clai m 14 o r 15, wherein said nucleic acid members comprise 
sequences expressed in a healthy tissue. 

The composition of cl\im 14 or 15, wherein said nucleic acid members comprise 
sequences expressed in ^diseased tissue. 

The composition of clai m iH or 15, wherein said nucleic acid members comprise 
sequences expressed in a tissue which has been exposed to a drug. 

The composition of claim 14 or 1N5 wherein said nucleic acid members do not comprise 
repeat sequences. \ 
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A method of analyzing the expression of one or more genes, said method comprising: 
(a) hybridizing a target nucleic acid sequence to an array comprising a 

plurality of nucleic acid members, each member having a unique position 
and stably associated with a solid substrate, wherein each nucleic acid 
member comprises a noncoding sequence present in a 3 '-end of an RNA 
transcript, and wherein each of said nucleic acid members is less than 600 
sTiucleotides; and 

determining whether said target nucleic acid sequence hybridizes to said 
array^ 

28. A method of analyzing thb^expression of one or more genes, said method comprising: 

(a) hybridizing a\rget nucleic acid sequence to an array comprising a 
plurality of nucleic aci<i>members, each member having a imique position 
and stably associated^Wma solid substrate, wherein each nucleic acid 
member comprises a no^oding sequence present in a 5 '-end of an RNA 
transcript, and wherein eacl\^of said nucleic acid members is less than 
1000 nucleotides; and 

(b) determining whether said target ^cleic acid sequence hybridizes to said 

array. 

29. The method of clai m 27^o r 28, wherein said target nucleic acid sequence is 
obtained from a diseased cell, and said determining providesa diagnosis for said disease. 

30. The method of claim 27 or 28, wherein said target nucleic acid ^uence is 
obtained from a diseased cell which has been treated with a drug, ^d wherein said 
determining provides a measure of the efficacy of said drug treatment; 



31. The method of claim 27 or 28, wherein a plurality of target sequences is hyk^ridized. 
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The method of claiin27 or 28, wherein said nucleic acid members are each 

assigned an identifier based on whether said nucleic acid member is a known or unknown 

\ 

sequence. 

The E^ethod of any of claimS-^Tor 28, wherein data relating to the hybridization of a 
target seq^a^ce to a nucleic acid member is stored in a database. 

A method for^^^oducing a composition comprising a plurality of nucleic acid members, 
each nucleic acid member comprising a noncoding sequence present in a 3 '-end or a 5' 
end of an RNA transcript, said method comprising the steps of: 

a) selecting a ^NA molecule from a population of cDNAs 

b) sequencing at least a portion of said 3 '-end or said 5' end of said cDNA to obtain 
sequence information about said cDNA; 

c) providing a primer opmplementary to a subsequence within said portion of said 
3 '-end, and amplifying, said. cDN A, thereby producing a nucleic acid member; 

d) repeating steps (a) throxmh j^at least once; and 

e) selecting a cDNA which ^mp\ises substantially noncoding sequences and 
excludes repeat elements. 

The method of claim 34» further comprising the step of comparing said sequence 
information with sequence information in Xpublic database. 

The method of ckini^, further comprising aligning said cDNA an identifier and 
classifying said cDNA as known, if said sequencevof said cDNA is at least 95% identical 
over 100 nucleotides to a sequence in said database, after maximally aligning said 
sequence of said cDNA to said sequence in said databa^; and classify said cDNA as 
imknown if said sequence is less than 95% identical; 

The method of claim 34, wherein said population of cDNA molecules is a cDNA library. 
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The method of claim 34, wherein said population of cDNA molecules is reverse 



scribed from a population of RNA molecules. 



39. The method of clmffi^, wherein at least two of said nucleic acid members is 
stably asso'ci^ed with a substrate, and each nucleic acid member is placed at a different 
position on the substrain 

40. The method of claim 3\0r 38, wherein said population of cDNA molecules comprise 



human sequences. 



41 . The method according todaim 3^ wherein at least 2% of said sequences is 
unknown. 



42. The method according to-claim^S, whereins^id sequences are further classified 
according to whether or not a polyadenylation signal is present. 
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